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<160> 8 

<170> FastSEQ for Windows Version 3.0 

<210> 1 

<211> 4052 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 

<222> (45) - (1196) 
<400> 1 

aqccqcaqag cgcacagaaa ggaggcgccg agacagacat cacc atg gca gcc cag 

Met Ala Ala Gin 
1 

aat gga aac acc agt ttc aca ccc aac ttt aat cca ccc caa gac cat 
Asn Gly Asn Thr Ser Phe Thr Pro Asn Phe Asn Pro Pro Gin Asp His 
5 10 15 20 

gcc tec tec etc tec ttt aac ttc agt tat ggt gat tat gac etc cct 
Ala Ser Ser Leu Ser Phe Asn Phe Ser Tyr Gly Asp Tyr Asp Leu Pro 
25 30 35 

atg gat gag gat gag gac atg acc aag acc egg acc ttc ttc gca gcc 
Met Asp Glu Asp Glu Asp Met Thr Lys Thr Arg Thr Phe Phe Ala Ala 
40 45 50 

aag ate gtc att ggc att gca ctg gca ggc ate atg ctg gtc tgc ggc 
Lys He Val He Gly He Ala Leu Ala Gly He Met Leu Val Cys Gly 
55 60 65 

ate ggt aac ttt gtc ttt ate get gcc etc acc cgc tat aag aag ttg 
He Gly Asn Phe Val Phe He Ala Ala Leu Thr Arg Tyr Lys Lys Leu 
70 75 80 



56 



104 



152 



200 



248 



296 
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105 11U 

S SS £ SS S S5 SS % S°. fa! - i - - 

120 125 

t ac «« = 9 = ^ £ - - - -S S? Mn IS SS 2S S 

Tyr Leu Arg Thr Val Ser Leu lyr vd 

135 140 

-.4-^ ^rt-t- rac ccc ttg aaa cca egg 
att gec att gac aga tat etc gec ate gtt cac c 9 ^ Arg 

lie Ala lie Asp Arg Tyr Leu Ala He Val His ^ 

150 155 
atg aat tat caa aeg gec tee tte etg ate f C ttg gtc tgg atg gtg 
Met Asn Tyr Gin Thr Ala Ser Phe Leu He Ala i8Q 
165 170 

tec att etc att gee ate cca teg get tac ttt gea aca gaa ace gtc 
Ser lie Leu He Ala He Pro Ser Ala Tyr Phe Ala ^ 
185 lyu 

etc ttt att gte aag age eag gag aag ate tte tgt ggc gg «te tgg 
Leu Phe He Val Lys Ser Gin Glu Lys He Phe y ^ 
200 205 

in a g a oS s s i s: s - s S ~ " : ~ 

SS S K SS « 5 £ S « S S S 2 3= - K 

230 235 
agg ate tee egg gag etc tgg tte aag gea gtc cct ggg tte eag aeg 
A?i He Ser Arg Glu Leu Trp Phe Lys Ala Val Pro o y ^ 

gag eag att ege aag egg etg ege tge ege agg aag aeg gte etg gtg 
Glu Gin He Arg Lys Arg Leu Arg Cys Arg Arg y ^ 

265 

= t c , t9 .« ,= ? « ,2 tg. J- ~ ^ £ 

Leu Met Cys He Leu Thr Aia ^ 2 90 

280 285 

hhr ccc act gtg tte gtg aag gaa 

Sf y SS ?S *S Si 2S K SS SS SS Tto ?a! ^ v, a ^ <«« 

295 300 



344 - : 



392 



440 



488 



536 



584 



632 



680 



728 



776 



824 



872 



920 



968 
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aag cac tac etc act gec ttc tac gtg gtc gag tgc ate gec atg age 
Lys His Tyr Leu Thr Ala Phe Tyr Val Val Glu Cys He Ala Met Ser 



310 



315 320 



aac age atg ate aac acc gtg tgc ttc gtg acg gtc aag aac aac acc 
Asn Ser Met He Asn Thr Val Cys Phe Val Thr Val Lys Asn Asn Thr 

335 340 



325 330 



atg aag tac ttc aag aag atg atg ctg ctg cac tgg cgt ccc tec cag 
Met Lys Tyr Phe Lys Lys Met Met Leu Leu His Trp Arg Pro Ser Gin 



345 



350 355 



egg ggg age aag tec agt get gac ctt gac etc aga acc aac ggg gtg 
Arg Gly Ser Lys Ser Ser Ala Asp Leu Asp Leu Arg Thr Asn Gly Val 
360 365 370 

ccc acc aca gaa gaa gtg gac tgt ate agg ctg aag tgacccactg 
Pro Thr Thr Glu Glu Val Asp Cys He Arg Leu Lys 
375 380 



1016 



1064 



1112 



1160 



1206 



1266 
1326 
1386 
1446 
1506 
1566 
1626 
1686 
1746 
1806 
1866 
1926 
1986 
2046 



gtgtcacaca attgaaaacc ccagtccagt actcagagca tcacccacca tcaaccaagt 
tcataggctg catgggaaat gacatctgtg ttcatgcctc ccccgtgccc teaagaagee 
gaatgetgea aagtegtaac atacaatgag actagacatg aaccaaatca gctgacattt 
actgatatcc gctcgacacc tactgtgtcc acaatcccca caaggagatt agacacaagg 
agcagcaact gacatggact gaacatgtac tgtgtgcaaa ccacaccaat gagattagac 
ggggacagca ggagctgaca tttactcttc acctactgta atcaaaaaca cttgatttga 
ttacaatcaa aaacatataa aaaacataac aaagtagcag aagctattgg agtttccaag 
ctatctccag atatatagat agttcaccct ccatcttccc taattctgta tcttaccagt 
gcaggaatat caaaaggcta taggecagge atgatggctc atgcctgtaa tcccagcact 
tggggaggct gaggcaegtg gatcacttga ggtcaggagt tcaacccagg ctggccaaca 
tggtgaaacc ctgtctctac taaaaataca aaattagcta ggcgtggtgg cgggcgcctg 
taatcccagt tactcaggag gctgaagcag gagaatagct tgaacctggg agttggagtt 
tgcagtgagc tgagattget ccactgcact ccagcctgag tgacagagtg agactctgtc 
tcaggaaaaa aacaaacaaa caaacaacaa aacaacaaca acaacaacaa caaccaacgg 
ctatagaaga agactcttcg acacaatgga aatgtaacga taagtttgtc agtgcgtggt 2106 
ttacagcatc atgggaggtg cgttacagcc atcatactga actttcccac ccacctccta 2166 
ctgcctccca gggcattctc taggattttg gcttcaagaa aaaaaaaatt cttatagtca 
gcccagcctt atgtggttat ccacaatggt gtaatttcaa aggaaagaac ctaaaaatca 
ctttcccact gatgettgaa agcttatcat tttatttggg tggagatggg taatcctgag 
gtgtcaattt ttgcctcctc agtgcaaagg atttcagtgg ctctggggtc agggggaaag 
aggacagaga aaaaagtgga ggttgccact ggcaatgaac ataatctctg tgggcatttt 
gctaaggact ggaccacttt ctagaacact ccctctttta caaaaggaac tctacctaga 
atccaaagac ctgggttcag gtcctaactc taagactcaa gtcctaaatt catgatgttt 
tctctctgtg tctcagtttt gctttaatga aatggcgatg atgaaaatat ctgctcttca 
taccttgeaa gactgttggg agageccatt gaggecatgg tttgtgaatg tgcttttcaa 
ctgtgcacac gataagaatg gagaagtgat attgaacagt ttatttggag ggagtttatt 
tggaaacccc atccactgtg atttattaga gaaataccca cactttttca tccctgttct 
ttggatgaaa gactcctgaa gacttcacag tgtaccttgt ctacagtggg ccaaaaaggg 
atccctgttc ttggttataa tctgggaaat ttaacctcag attctcagtg accccaagac 
tctcagcatc cctgcggtct tagaagtgtt gacagtcttc cctgcatgtt gcaaaatagc 
accctagtgc tgcataaata tcacttctga atctgtttgt attattatac atttgtggta 
actgtaggta cacgtcttca tttcttcttg attcattttg atgtggtagc tatgcaaatg 
gtacctggtt tgggactgac ccatccatat ttgaccaatt cctaattttt tatagacaag 
gaattaattg tttgcttgtt tgattgtttc tattatttgt tgatttgttt ctctgactga 
agtttcaacc aatgtttctt tctatcacca cccagcagac tcaccttcag cccaatcatt 
gtactctcag aaaatgeagg ccggcatggt ggctcacatc tgtaatccca geactteggg 
aggecaagat gggcagatca cctgaggtca ggagttcaag accagcctgg ccaacatggc 
aaaaccccat ctctagaaaa atacagaaat tagctggcgt ggtggcacat gcctgtggtc 



2226 
2286 
2346 
2406 
2466 
2526 
2586 
2646 
2706 
2766 
2826 
2886 
2946 
3006 
3066 
3126 
3186 
3246 
3306 
3366 
3426 
3486 
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ccagctcctc aggaggctga ggcatgagaa ttgcttgaac cccagaggca gaggttgcag 
tgaattgaga -tcgcaccact gcactccagc ctgggtgata gagcaagatt ccatctcaaa 
aggaaaataa aagaaaatgc aaacacacta taatattagc ctaagcaaaa ctgttaattc 
tgatttacaa aaattcttac ttgcttggct ttgaaatgca ttgtgtaata atgcatttca 
aagccaagca agtaacaatt ttaggttatg tacatttcta taaatataat aattgtattt 
ttatttatta ttctatcctg gctcttagcc gaatcaggag attctttagg aatggaccat 
gtaccagtca agtctgtcag caggattcat caccctgttc ctttttgtcc tagaatatac 
caacttcctt tcattgaaat ttaactgaaa aaacttttgt aaatatcagt gtgtatttgt 
gattttccag tgattaaagt gtgatgttgt tatccaatta aataattaac atgtggaatt 
taaaaaaaaa aaaaaagggc ggccgc 

<210> 2 
<211> 384 
<212> PRT 

<213> Homo sapiens 

Met Alalia Gin Asn Gly Asn Thr Ser Phe Thr Pro Asn Phe Asn Pro 

1 5 10 15 

Pro Gin Asp His Ala Ser Ser Leu Ser Phe Asn Phe Ser Tyr Gly Asp 

20 25 30 

Tyr Asp Leu Pro Met Asp Glu Asp Glu Asp Met Thr Lys Thr Arg Thr 

35 40 45 

Phe Phe Ala Ala Lys lie Val He Gly He Ala Leu Ala Gly He Met 

50 55 60 

Leu Val Cys Gly lie Gly Asn Phe Val Phe He Ala Ala Leu Thr Arg 
65 70 75 80 

Tyr Lys Lys Leu Arg Asn Leu Thr Asn Leu Leu He Ala Asn Leu Ala 

85 90 95 

He Ser Asp Phe Leu Val Ala He He Cys Cys Pro Phe Glu Met Asp 

100 105 - HO 

Tvr Tyr Val Val Arg Gin Leu Ser Trp Glu His Gly His Val Leu Cys 

115 120 125 

Ala Ser Val Asn Tyr Leu Arg Thr Val Ser Leu Tyr Val Ser Thr Asn 

130 135 140 

Ala Leu Leu Ala He Ala He Asp Arg Tyr Leu Ala He Val His Pro 
145 150 155 160 

Leu Lys Pro Arg Met Asn Tyr Gin Thr Ala Ser Phe Leu He Ala Leu 

165 l™ 1 7 5 Al 

Val Trp Met Val Ser He Leu He Ala He Pro Ser Ala Tyr Phe Ala 

180 185 I 90 

Thr Glu Thr Val Leu Phe He Val Lys Ser Gin Glu Lys He Phe Cys 

195 200 205 

Gly Gin He Trp Pro Val Asp Gin Gin Leu Tyr Tyr Lys Ser Tyr Phe 

210 215 220 

Leu Phe He Phe Gly Val Glu Phe Val Gly Pro Val Val Thr Met Thr 
225 230 235 240 

Leu Cys Tyr Ala Arg He Ser Arg Glu Leu Trp Phe Lys Ala Val Pro 

245 250 255 

Gly Phe Gin Thr Glu Gin He Arg Lys Arg Leu Arg Cys Arg Arg Lys 

260 265 27 0 

Thr Val Leu Val Leu Met Cys He Leu Thr Ala Tyr Val Leu Cys Trp 

275 280 285 -, 

Ala Pro Phe Tyr Gly Phe Thr He Val Arg Asp Phe Phe Pro Thr Val 

290 295 300 

Phe Val Lys Glu Lys His Tyr Leu Thr Ala Phe Tyr Val Val Glu Cys 
305 310 315 320 



3546 . 

3606 

3666 

3726 

3786 

3846 

3906 

3966 

4026 

4052 
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lie Ala Met Ser Asn Ser Met He Asn Thr Val Cys Phe Val Thr Val 

325 330 335 

Lys Asn Asn Thr Met Lys Tyr Phe Lys Lys Met Met Leu Leu His Trp 

340 3 45 3 50 

Arg Pro Ser Gin Arg Gly Ser Lys Ser Ser Ala Asp Leu Asp Leu Arg 

355 360 365 

Thr Asn Gly Val Pro Thr Thr Glu Glu Val Asp Cys He Arg Leu Lys 
370 375 380 

<210> 3 

<211> 3317 

<212> DNA 

<213> Mus musculus 

<220> 
<221> CDS 

<222> (269) . . . (1411) 
<400> 3 

gaattcccgg gtcgacccac gcgtccgggc ggctggaact cccgcttatt ggtccccggt 
qqcgatcttt gggagaccaa tagacgcccc agagggagga cactgggatc cagactccac 
Sglaccccg c?tt?cagat cctggatggt atctgttctc cctaaggatt ctaacaggga 
cctgcactca ctgaccccag cagaagtgct gaactccacg tgagcgcatc tccctgatac 
acaccagccc acctgtagca tcatcaac atg gga ccc cag aac aga aac acc 

Met Gly Pro Gin Asn Arg Asn Thr 
1 . 5 

age ttt gca cca gac ttg aat cca ccc caa gac cat gtc tec tta aac 
Ser Phe Ala Pro Asp Leu Asn Pro Pro Gin Asp His Val Ser Leu Asn 
10 15 20 

tac agt tat ggt gat tat gac etc ccc ctg ggt gag gat gag gat gtg 
Tyr Ser Tyr Gly Asp Tyr Asp Leu Pro Leu Gly Glu Asp Glu Asp Val 
25 30 35 40 

acc aag aca cag acc ttc ttt gca gec aaa att gtc att ggc gtg gca 
Thr Lys Thr Gin Thr Phe Phe Ala Ala Lys He Val He Gly Val Ala 
45 50 55 

ctg gca ggc ate atg ctg gtc tgc ggc att ggc aac ttt gtc ttc att 
Leu Ala Gly He Met Leu Val Cys Gly lie Gly Asn Phe Val Phe He 
60 65 70 

get gee etc gee cgc tac aag aag ctg cgc aac ctt acc aac etc etc 
Ala Ala Leu Ala Arg Tyr Lys Lys Leu Arg Asn Leu Thr Asn Leu Leu 
75 80 85 

att get aac ctg gec ate tct gac ttc ctg gtg gcg ate gtc tgc tgc 
He Ala Asn Leu Ala He Ser Asp Phe Leu Val Ala He Val Cys Cys 
90 95 100 

ccc ttt gag atg gac tat tat gta gta egg cag ctt tec tgg gcg cat 
Pro Phe Glu Met Asp Tyr Tyr Val Val Arg Gin Leu Ser Trp Ala His 
105 HO 115 1 

ggt cac gtg ctt tgt gec tec gtc aac tac ctt cgt acg gtc tec ctg 
Sly His Val Leu Cys Ala Ser Val Asn Tyr Leu Arg Thr Val Ser Leu 
125 130 135 



60 
120 
180 
240 
292 
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484 



532 
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tac gtc tec acc aac get ctg ctg gec ate get att gac aga tac etc 
Tyr Val Ser Thr Asn Ala Leu Leu Ala lie Ala lie Asp Arg Tyr Leu 
140 145 150 

get att gte cac ect ttg aaa eca egg atg aat tat cag acc get tec 
Ala He Val His Pro Leu Lys Pro Arg Met Asn Tyr Gin Thr Ala Ser 
155 160 165 

ttc ctg ate get ttg gtc tgg atg gtc tec ate etc ate get gtc cca 
Phe III He Ala Leu Val Trp Met Val Ser lie Leu He Ala Val Pro 
170 175 180 

tct acc tac ttc acc aca gaa acc ate etc gtt ate gtc aag aat caa 
ser III Tyr Phe Thr Thr Slu Thr lie Leu Val lie Val Lys Asn Gin 
185 190 195 

gaa aaa ate ttc tgt ggt cag ate tgg teg gtg gac cag cag etc tac 
Slu Lys lie Phe Cys Gly Gin He Trp Ser Val Asp Gin Gin Leu Tyr 
205 210 215 

tac aaa tec tac ttc etc ttc gtc ttc ggg ctt gag ttc gtg ggt ccc 
Tyr Lys Ser Tyr Phe Leu Phe Val Phe Gly Leu Glu Phe Val Gly Pro 
220 225 230 

gtg gtc act atg acc ctg tgc tat gee agg ate tec caa gag ctctgg 
S.1 val Thr Me? Thr Leu Cys Tyr Ala Arg He Ser Gin Glu Leu Trp 
235 240 245 

ttc aag get gta cct ggc ttc cag acg gag caa ate cgc aag egg ctg 
Phe Ly! Ala Val Pro Gly Phe Gin Thr Glu Gin He Arg Lys Arg Leu 
250 255 260 

cat tgc cgc cgc aag aca gtg eta ctg etc atg ggc ate etc aca gee 
lf g Cys Arg A?g Lyf Thr Val Leu Leu Leu Met Gly He Leu Thr Ala 
265 270 275 

tac atg ctg tgc tgg gcg ccg ttc tat ggc ttt acc ata gtg cga gac 
Kr va! Leu Cys T^ 111 Pro Phe Tyr Gly Phe Thr He Val Arg Asp 
285 290 295 

ttc ttc ccc acg gta gtt gtg aag gag aag cac tac etc acc gec ttc 
Phe Phe Pro Thr Val Val Val Lys Glu Lys His Tyr Leu Thr Ala Phe 
300 305 310 

tac gtc gtg gag tgc att gec atg age aac age atg ate aat act ata 
£yr Val Val Glu Cys He Ala Met Ser Asn Ser Met He Asn Thr He 
315 320 325 

tgc ttc gtg acg gtc aag aac aac acc atg aaa tac ttc aag aag atg 
Cys P^e Va! Thr Val Lys Asn Asn Thr Met Lys Tyr Phe Lys Lys Met 
330 335 340 

ctg egg etc cac tgg egg ccc tct cac tac ggg agt aag tee age get 
Leu Ari Leu His Trp Arg Pro Ser His Tyr Gly Ser Lys Ser Ser Ala 



724 



772 



820 



868 



916 



964 



1012 



1060 



1108 



1156 



1204 



1252 



1300 



1348 



345 



350 355 
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gac etc gac etc aaa ace age ggg gtg cct gee act gaa gag gtg gat 
Asp Leu Asp Leu Lys Thr Ser Gly Val Pro Ala Thr Glu Glu Val Asp 
365 370 375 

tgt ate aga eta aag tagecttcag gtgttgccca aggaaaaatt taacattegg 
Cys lie Arg Leu Lys 
380 

tactcagtaa atcacacacc atcaaccact cacaagctac atggaaagat aeggctgtat 
tcacgttctc ctgctctaat gtatcaggac gcttctatgt aataacatac agcacaactg 
atgtctgcat aacatcttag aaggcagaca caaatagtaa caagtgatgt ggactgaatg 
cttctgtctg caaaccacac caaccaatta ttcaaggaca agagctgaca tgtgagaatt 
acctgetatg tgcaaaaaca agttaccccc ccaaaaaatg atagaagcta tttggagtta 
ttcagctcta tctatctatc tatctatcca tccatccatc catccatcca ggtcactaga 
aagaagtcac aaatgactag ccagagtcat gctacatatt ctttcattct gtatcttttc 
tgcacagaac tgtcaaaggc aatagaataa agcacctaga catactagaa atgtaaggat 
aactccatca atagggagac caaggcctca taggaagagg gtccatatag tatactgact 
ttccccactc cacaccagtt atctccttag atattctgta ettatctgea atgttgtaat 
ttcaaatgag gaaaaataag gggacaggct ttaccacaga tgtatcaaat ctcatcaagc 
ccatagggca aagatgggag gctcctgaca caagaaatgt atccagttct ggataacttt 
aatgecaage atttcagggc tctggggtct tggaggaaga ggacacagaa agagecgagg 
tttccagtgg caatgagtat aatctgtcca tttgctatga tttggacaat tttctagaac 
atactccgac ttacaaaagg aactctactt gagatccaaa gatcegggta aaagtcctaa 
ccccaggact catctctgtg tgtctccact gtaatgaaat ggaaataatg aaaaeggate 
attaggaaca tcagcccggc gaagtcatgg tgtggatgtg attttcacct cttcctttgt 
gaagaatgag gtcgtgaaaa gctcattaga gggagtttgg aatggagaaa cagctccaca 
cttttcatcc ctcttctttg aateggagae cactaaacgc atctttgaag tagegtatet 
atagtgaggc ataaaggtct ccctgtcaca gagtgeaate aagaaaatac agtcaatgee 
cataccctca gcatccctgt ggtcttagac agtcttccca acaaagcact ggtggacccc 
aggactgaat tcacttgtat tattatgtca tctactgaat actagggttg atcaagttgg 
ctagataggt attttcttcc tccttcacaa ecccatatgt atccctccct taaatccagt 
tactaaggaa gaccttctta aacacaggag aaccattatt ctgtccagga cacaaataac 
ctctccagta gacactgtac ccttcacatg tcaacagaat ttgcctcctt cttgtattta 
aacatatcat cctaatttca tttagattta accagaaacc attcctgtaa atttcaatgt 
gtttgtgata ccgcactgta aaaagegtat gctgttatca tatggaataa ttaacataca 
gaattgtaat cgtagttccc aaaaggttcc ctactcctgt tgtatcttat gtttatatgt 
ttgatgtaaa tggagctgtg tagctgtcta agcagctcaa gectgaaatg agggaatgtc 
caatggtgtt cttagagcag ggccatctca ggctagcagc tggcctcagt ctgtgctctc 
tcgggagtgt gttcttaaat atgaattagc agcaaaccat taaaaaaaaa aaaaaagggc 
ggccgc 

<210> 4 
<211> 381 
<212> PRT 

<213> Mus musculus 
<400> 4 

Met Gly Pro Gin Asn Arg Asn Thr Ser Phe Ala Pro Asp Leu Asn Pro 

15 10 15 

Pro Gin Asp His Val Ser Leu Asn Tyr Ser Tyr Gly Asp Tyr Asp Leu 

20 25 30 

Pro Leu Gly Glu Asp Glu Asp Val Thr Lys Thr Gin Thr Phe Phe Ala 

35 40 45 

Ala Lys He Val He Gly Val Ala Leu Ala Gly He Met Leu Val Cys 

50 55 60 

Gly He Gly Asn Phe Val Phe He Ala Ala Leu Ala Arg Tyr Lys Lys 



1396 



1451 



1511 

1571 

1631 

1691 

1751 

1811 

1871 

1931 

1991 

2051 

2111 

2171 

2231 

2291 

2351 

2411 

2471 

2531 

2591 

2651 

2711 

2771 

2831 

2891 

2951 

3011 

3071 

3131 

3191 

3251 

3311 

3317 



7 



f 



Leu Arg Asn Leu Thr Asn Leu Leu He Ala Asn Leu Ala lie Ser Asp 

85 90 95 

Phe Leu Val Ala He Val Cys Cys Pro Phe Glu Met Asp Tyr Tyr Val 

100 105 HO 

Val Arg Gin Leu Ser Trp Ala His Gly His Val Leu Cys Ala Ser Val 

115 120 125 

Asn Tyr Leu Arg Thr Val Ser Leu Tyr Val Ser Thr Asn Ala Leu Leu 

130 135 140 

Ala He Ala He Asp Arg Tyr Leu Ala He Val His Pro Leu Lys Pro 
145 150 155 160 

Arg Met Asn Tyr Gin Thr Ala Ser Phe Leu He Ala Leu Val Trp Met 

165 170 175 

Val Ser He Leu He Ala Val Pro Ser Ala Tyr Phe Thr Thr Glu Thr 

180 185 190 

lie Leu Val He Val Lys Asn Gin Glu Lys He Phe Cys Gly Gin He 

195 200 205 

Trp Ser Val Asp Gin Gin Leu Tyr Tyr Lys Ser Tyr Phe Leu Phe Val 

210 215 220 

Phe Gly Leu Glu Phe Val Gly Pro Val Val Thr Met Thr Leu Cys Tyr 
225 230 235 240 

Ala Arg He Ser Gin Glu Leu Trp Phe Lys Ala Val Pro Gly Phe Gin 

245 250 255 

Thr Glu Gin He Arg Lys Arg Leu Arg Cys Arg Arg Lys Thr Val Leu 

260 265 270 

Leu Leu Met Gly He Leu Thr Ala Tyr Val Leu Cys Trp Ala Pro Phe 

275 280 285 

Tyr Gly Phe Thr He Val Arg Asp Phe Phe Pro Thr Val Val Val Lys 

290 295 300 

Glu Lys His Tyr Leu Thr Ala Phe Tyr Val Val Glu Cys He Ala Met 
305 310 315 320 

Ser Asn Ser Met He Asn Thr lie Cys Phe Val Thr Val Lys Asn Asn 

325 330 335 

Thr Met Lys Tyr Phe Lys Lys Met Leu Arg Leu His Trp Arg Pro Ser 

340 345 350 

His Tyr Gly Ser Lys Ser Ser Ala Asp Leu Asp Leu Lys Thr Ser Gly 

355 360 365 

Val Pro Ala Thr Glu Glu Val Asp Cys He Arg Leu Lys 
370 375 380 

<210> 5 
<211> 21 
<212> DNA 

<213> Artificial Sequence 



<220> 

<223> Primer 

<400> 5 
tgctgcttaa acctgggtcg g 

<210> 6 
<211> 23 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Primer 
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<400> 6 
ggtgtgtgat ttactgagta ccg 

<210> 7 
<211> 22 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Primer 

<400> 7 
cgccaccagg aagtcagaga tg 

<210> 8 
<211> 22 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Primer 

<400> 8 
gggacccaga acagaaacac ta 



